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Figure 1 
Interleukin-21 



1 GCX^ACGaVSTGGACACGGATGAGGACCGCTA 60 
1 A R VDTD ED RYP Q K L A F A E C L 20 
Domain I Domain II 



61 GTGCAGAGGCTCTATCGATGCACGGACQG 120 

21 _£ R G C IDARTGRET AALNSVR 40 

Domain II 



121 GCTGCTCCAGAGCCTGCTGGTGCT 180 
41 L L Q S L V h R R R ? CSRDGSGL 60 

Domain XXX 




81 C V L p R s V 87 
Domain XV 



301 GTGCTCCCCAGAGGGCACCCCCTArTTATGTGTA 360 

• • • • • • 

361 AACACTACCCTTGGGGTCTCXSGCATTC 420 

• • • • > . 

421 CTCAICTCCAGCCTCAGTAGT^ 480 

601 AGTACCCCTGTTTCTTAAACAAm^ 660 



661 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 705 



Figure 2A 
Xnt arlaukin- 2 2 





61 A R Y P R Y L P E A Y C L C R G . C L T G 80 
Domain X Domain IX 





421 CCAGCATCGACAAACAGGGCGCCAAGCTC 480 
141 S I DKQGAKI* L LG.PN DA PAG P 160 



481 CCTGAGGCCGGTCCTGCCCCGGGAGGTCT^ 540 

601 CCGGAGCACCAGCGCCGCCTTTCCATGG& 660 

721 CGGCACGGGCATCCTGTOTGCGGCCCGCA^ 780 

» . • • • • 

781 CTGAGGAGCCTCTCAGATCGGCTCCTGCGG 840 

. • • - * 

841 GCCAAAGAGATAGGGACGCATATGCTTTTTA 900 



Figure 2B 
InterleuJcin-22 



901 (XACTAIMACCTACTTTO 960 



961 ATCAAAIXSAGAGCTACTCTG^ 1020 



1021 TGGTAGAATTTTTTAAACXIAXAA^ 1080 



1141 CATCTGACCCACTCTTCCTTCCACTGA 1200 



1201 ATGCACAGGCGGCTCGCATGCCCCAGGG^ 1260 



1261 TTTTAGTCATGAATACATAA^ 1320 



1321 CCACTGGGGCCAATTTGTGGOT^ 1380 



1381 GCCAGTTGTCAGAAGAATCCA^ 1440 



1441 CTGAATATGAGGACAAAGTGGGCCACGTTA^ 1500 



1501 GTTTCTGCKTTCTGCraCGftGftGCT 1560 



1561 CTCTGAACACAATTATTTGTAAAAGTTA^ 1620 



1621 GCTGAAAAAAAAAAAAAAAAAA 1642 
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Figure 4 

Interleukin-21 Polypeptide Analysis* 




■Alpha, Regions - Gamier-Robson 
■Alpha, Regions • Chou-Fasman 
■Beta, Regions - Gamier-Robson 
■Beta, Regions - Chou-Fasman 
■Turn, Regions - Gamier-Robson 
■Turn, Regions - Chou-Fasman 
■Coil, Regions - Gamier-Robson 

■Hydrophillcfty Plot - Kyte-Ooolittle 

■Alpha, Amphipathic Regions - Ssenberg 
■Beta, Amphipathic Regions - Bsenberg 
■Flexible Regions - Karplus-Schuiz 



■Antigenic Index - Jameson-Wolf 



■Surface Probability Plot - Emlni 



Figure 5 

Interleukin-2 2 Polypeptide Analysis 




■Alpha, Regions - Gamier-Robson 
■Alpha, Regions - Chou-Fasman 
■Beta, Regions - Gamier-Robson 
■Beta, Regions - Chou-Fasman 
■Turn, Regions - Gamier-Robson 
■Turn, Regions - Chou-Fasman 
■Coil, Regions - Gamier-Robson 

nHydrophiilcity Plot - Kyta-DooIitUe 

■Alpha, Amphipathic Regions - Hsenberg 
■Beta, Amphipathic Regions - Esenberg 
■Flexible Regions - Karplus-Schuiz 



■Antigenic Index - Jameson-Wolf 



■Surface Probability Plot - Emlni 



Figure 6A 
Interleukin-21 



1 GCTCXAAGCCCAGCCTGCCCCGC^ 
1 MTL L P G L L F 



60 
9 



12 1 AGTCACGGTACCCCACACTGCT^ 180 
30 S ' H G T P H C Y S A E ELPLGQAPP 49 
Domain V 




241 CTGGAGGO^GCAAGCCACAGGGGG 300 
70LEA ASHRG. RHERPSATTQCP 89 



301 CTGCTGCGGCCGGAGGAGGTGTT^ 360 
90VLRPE.EVLEADTHQ R 5 I S P W 109 

Domain VII 



361 AGATAmSGGTGGACACGGATGAGGAC^ 420 

110 R Y R VDTDEDRYP Q K L A F A E Q 129 

Domain I Domain XX 



421 CTGTGCAGAGGCTGTATCGATGCACGGACG 480 
130 L C R G C IDARTGRETAALNSV 149 
Domain XT 





601 

190 T C V L P R S V 
Domain IV 



660 
197 



661 GTGTGCTCCCCAGAGGGCACCCCCTATTrATGTCT 720 



721 



:CCCCCACTGTTC 780 




Figure 6B 
Interleukin-21 



781 TCCTCATCTCC^^CTCAGTJ^TTGGO 840 

961 GAAGTACCCCIH3TTTCTTAAACAATTATOT 1020 
1021 ACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1067 



Figure 7 

Intarleufcin-21 Polypeptide Analysis 




■Alpha, Regions - Garnier-Robson 
■Alpha, Regions - Chou-Fasman 
■Beta, Regions - Garnier-Robson 
■Beta, Regions - Chau-Fasman 
ffl— I ■Turn, Regions - Gamler-Robson 
MM 11 ■Turn, Regions - Chou-Fasman 
I— ■ — I ■Coil, Regions * Garnier-Robson 



HHydrophiiicity Plot - Kyte-Dooiittle 



^ * ^ * -** m * gi *^\ s j/^^ nHydrophocirity Ptot - Hopp-Woods 




■Alpha, Amphfpathic Regions - Bsertberg 
I I I II HBeta, Amphipathic Regions - Etsenberg 
■Flexible Regions - Karplus-Schulz 



■Antigenic Index - Jameson-Wolf 



■Surface Probability Ptot * EmirU 




Figure 8 
Interleukin-22 



1 GGCI^GCGGACCGGCCGGAGGAGCT 60 
1GCADRPEELLEQ LYGRL A A G 20 

CD-VX 



61 GTGCTCAGTGCCTTCCACC&CAa^^ 120 

21 V h S AFHHTLQLGPREQARNA 40 

CD-VX 



121 

41 SCPAGGRPADRRFRP PTNL 



180 
60 



61 $ V 5 P W AYR ISY DPARYP R Y L 80 
CD-VZX CD- J 

.241 CCTGAAGCCTACTCCCTGTGC^ 300 
81 P E A Y C L C R G C LTGLFG EEDV 100 
CD-II 

301 CGCITCCGCAGCGCCCCTGT^ 360 
101 RFRSAPVYMPT V V L R R T P A C 120 

CD-XXX 

361 GCCGGCGGCCGTTCCGTCTACACCGAG^ 420 
121 AGGR S VYTE AYVT I P V G C T C 140 

CD-XV 

# . . 

421 . GTCCCCGAGCCGGAGAAGGACGCAGACA^^ 480 
141 3£_ PEPEKDAD S INS S IDKQ.GA. 160 
CD-IV. 



161 KLLLG PNDAPAGP 174 



Figure 9 

Interleukin-22 Polypeptide Analysis 




-3.4. 




■Alpha, Regions - Gamier-Robson 
■Alpha, Regions - Chou-Fasman 
■Beta, Regions - Gamier-Robson 
■Beta, Regions - Chou-Fasman 
■Turn, Regions - Gamier-Robson 
■Turn, Regions - Chou-Fasman 
■Coil, Regions - Gamier-Robson 

■Hydrophilicity Plot - Kyte-Doollttle 



nHydrophobidty Plot - Hopp-Woods 

■Alpha, Amphipathic Regions - Bsenberg 
■Beta, Amphipathic Regions - Bsenberg 
■Flexible Regions - Karplus-Schuiz 

■Antigenic Index - Jameson-Wolf 
■Surface Probability Plot - Emini 



